
sWSS2306

sWSS2233
sWSS2025
sWSS1519

sWSS3227
sWSS801

sWSS3346
sWSS865
sWSS1282
sWSS3202

sWSS104
sWSS2614
sWSS352
sWSS540
sWSS2277
sWSS218
sWSS129
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sWSS34

sWSS2927

sWSS1286
sWSS1985

sWSS3105
sWSS1132

sWSS1285
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sWSS3445
sWSS1098
sWSS379
sWSS1461

sWSS2261

sWSS2794

sWSS3366
sWSS1128
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1 Mb

Proximal MMU5

Distal MMU5

Proximal MMU6

Distal MMU2

Proximal MMU12

Proximal MMU13

Proximal MMU11

Distal MMU12

Distal MMU6

Proximal MMU9

EIF3S9e, *    86.0 cM

MAD1L1a, *  81.0 cM

LNFGa, *       86.0 cM

GNA12d, *    85.0 cM

PMS2a          85.0 cM

RAC1d, *       86.0 cM

RP23-168E2 c   6A2

ICA1a, *        3.0 cM 

Human Chromosome 7
      YAC Contigs            sWSS 

Chromosome position of
Mouse Ortholog         

ETV1b, *

MEOX2a           20.0 cM

AHRa               18.0 cM

TWIST a, *        16.0 cM

SP4a                61.0 cM

Dnhac11d, *     61.0 cM

IL6a                 17.0 cM

RP23-457P17c       6B3

NPYa                     22.0 cM

Cycsd, *                23.0 cM

HOXA@a               26.3 cM

EVX1a                  26.3 cM

CREBPAe, *           26.3 cM

CRHR2a, *             28.0 cM

AQP1a, *              27.0 cM

GHRHRa, *             26.0 cM

Atoh2d, *             29.0 cM

"GS"e, *

EST3159894 b, *

CDC10 b, *

Fsrp4 d, *          7.0 cM

TCRG a             10.0 cM

AMPHa             10.0 cM

RALAa, *          10.0 cM

INHBA a            10.0 cM

GLI3a, *             8.0 cM
PSMA2*

BLVRa, *           62.0 cM

CAMK2B d, *        0.5 cM

GCK a                  5.0 cM

IGFBP1 a              2.0 cM

DDCa                  7.0 cM

GRB10 a, *           8.0 cM

cobld, *              6.5 cM

EGFRa                 9.0 cM

GUSBa              72.0 cM

ASLa                75.5 cM

FZD9a, *           75.0 cM

TBL2 a, *          63.5 cM

ELNa                72.0 cM

LIMK1 a             78.0 cM

RCF2a,*            74.0 cM

CYLN2a, *            5G

GTF2I a, *          78.0 cM

NCF1 a              76.0 cM

HIP1a, *            74.0 cM

PORa, *            79.0 cM

MDH2 a, *          80.0 cM

Ywhagd, *         77.0 cM

ZPA3a               79.0 cM

PTPN12 d,*          5A3-B

GNAI1a, *           2.0 cM

CD36 a               2.0 cM

HGFa                 4.0 cM

CACNA2 a          4.0 cM

PGY3a               1.0 cM

PGY1a               1.0 cM

ADAM22 a, *      0.0 cM

SRIf, *               1.0 cM

PFTAIREd, *       0.0 cM

CDK6 b,*              5A2-A3
C7orf6 b, *                        3.5 cM

CALCR a,  *                       4.5 cM

TFPI2 a                             1.0 cM

W34968 d, *                      1.0 cM

COL1A2 a                         0.7 cM

PON1 a                             0.5 cM

PON3 a, *                          0.5 cM

PON2 a, *                         1.5 cM

DNCI1 a, *                        4.5 cM

DLX6 d,*/DLX5 d, *            2.0 cM

TAC1 a                           5.0 cM

ASNS a                           5.0 cM

OCMa              79.0 cM

ACHEa, *         80.0 cM

ZANa, *           80.0 cM

EPOa               80.0 cM

GNB2 a, *         76.0 cM

PCOLCEa, *      80.0 cM

AZGP1a          80.0 cM

CYP3Af          82.0 cM

VGFa, *          83.0 cM

PAI1a             80.0 cM

CUTL1 a          80.0 cM

AA793972 b, *

Zrf1d, *         12.0 cM

PMSC2a          9.0 cM

RELNa             8.0 cM

SRPK2a, *       9.0 cM

PRKAR2Ba      21.0 cM

Bcap29 d, *      17.0 cM

PDScu, *           12B3

DRAcu, *          12B3

DLDa             15.1 cM

LAMB1 a         21.0 cM

NRCAMa, *      22.0 cM

N28122 b, *

IFRD1d, *        21.5 cM
RP23-174I21   12A3-B1

CAVa, *           6A2

CAV2a, *         6A2

MET a               6.0 cM

CAPZA2a, *     2.0 cM

WNT2 a, *        6.2 cM

CFTRa             3.1 cM

KCND2 f, *        7.2 cM

GS3786 e, *     2.0 cM

SPAM1a          8.0 cM

GPR37a, *        7.2cM

PAX4a             9.0 cM

Iapls2-2 d, *      7.2 cM

LEPa              10.5 cM

NRF1d, *          6.4 cM

CPA1a           10.0 cM

MESTa, *          6B1

Sec8a, *          12.0 cM

ALDR1a           6B1

PTNa             13.5 cM

TBXAS1a        20.5 cM

BRAFa, *         15.5 cM

TCRB a           20.5 cM

PRSS1a         20.5 cM

CLCN1 a         22.5 cM

EZH2a, *        20.5 cM

TIM b,*

RNY3a          22.0 cM

LQT2a          12.0 cM

NOS3/CDK5 a, * 9.0/12.0cM

DPP6a,*        12.0 cM

EN2a            15.0 cM

SHHa, *         16.0 cM

PTPRN2a, *      60.0 cM

VIPR2a, *         12F

      

Human-mouse comparative map of human chromosome 7.

A framework human-mouse comparative map was constructed from orthologs mapped in both mouse and in a YAC-based STS-content map of human chromosome 7.  In addi-

tion to this traditional approach, human-mouse orthologs mapped in mouse but not included in the human STS-content map were integrated into the map based on sequence

alignment to ordered human genomic sequence (*).  The location of genes at the end of conserved segments is indicated by the corresponding or closest STS (sWSS) marker.

Genes, designated with the human gene symbol when available, included in the map are color coded and shown to the right.   Chromosome and map location for mouse genes

shown are from the Mouse Genome Database (http://www.informatics.jax.org).  Origin of the mouse genes in the map are represented by the following symbols: a, from the

Mouse Genome Database (http://www.informatics.jax.org) comparative mapping database; b, genetically mapped on The Jackson Laboratory interspecific backcross panel

(C57BL/6JEi x SPRET/Ei)F1 x SPRET/Ei (The Jackson Laboratory BSS backcross panel); c, cytogenetically mapped (L.A. Everett and E.D. Green, unpublished, cu); d,  from

the Mouse Genome Database (http://www.informatics.jax.org);   e, literature based;  f, Davis Human/Mouse Homology Map (http://www.ncbi.nlm.nih.gov/Homology).    One

gene in the HOXA@ cluster was mapped to the STS-map while the other 10 HOX genes were included based on sequence alignment.  One marker on the map is not a tradi-

tional gene, Iapls2-2, but was included based on non-repetitive sequence similarity to human genomic sequence.  The size of the human chromosome 7 YAC contigs are drawn

to scale. 
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